RNASeq and data were analyzed using Qiagen's data analysis center. Eight housekeeping genes were used to normalize gene expression. (A) Volcano plot of all the analyzed genes. The X-axis represents log base 2 of fold change of transcripts in a2V-KO TME compared to control TME. The Y-axis represents negative log base 10 of the p-value of the analysis. The transcripts with more than 2 fold up-or down-regulation are shown to the right or left of the vertical dotted lines, respectively. Data with p≤0.05 was considered significant. Bar graphs show (B) T cell-associated genes (C) Immune checkpoint-associated genes (D) Chemokine ligand genes. Pooled results from two independent experiments with n=6, mean ± SEM, Mann-Whitney U test, * p<0.05, and ** p<0.01).
